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BLAST 2 SEQUENCES 



This tool produces the alignment ftw given sequences using BLAST engine for local alignment. 
The stand-alone executable for blasting tw sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett 174:247-250 



Parameters used in BLASTN prog ram only: 

Reward for a match:] ~ [Penalty for a mismatch:]" 



M UseMcffPlAST Strand option ^^SSm^OS^ - 



Open gap ll | and extension gap [l j penalties 



gap x_dropoff [so j exjxci 1 1 o . o j word size 1 3 j Eiltei |§f [ggjjj^ 



Sequence 1 Enter accession or GI [seqjed 2; or download from file 
or sequence in FASTA format from:|o_ jto:|o j 



LWTWGWAKTQDPEPASSATITDPQKANRFHRTLLLTWLPAGYVPSPKHRSPLIANTLWGNM 
LI^TESLKNS AEI*TPSDHPFWG ITGGGLGMKVYQDPRENHPGFHMRS SG YS AGMI AGQTHT 
FSIJCFSQTYTKLNERYAKNNVSSKNYSCQGEMLFSLQEGFLLTKLVGLYSYGDH^ 
QGENLTSQGTFRSQTMGGAVFFDLPMKPFGSTHILTAPFLGAIjGIYSSLSHFTEVGAYPRS 
FSTKTPLirilVXVTIGvTCGSFMNATQRPQAWTVELAYQPVLTO 

GSPSSRHAMSYKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF 



Sequence 2 Enter accession or GI |probst 5 or download from file | 
or sequence in FASTA format from:|o ]to:[o j 



msqnknsaf mqpvnvsadlaa i vgagpmpr t e i ikkmwdy ikens Iqdp tnkminpddkl 
akvfgtekpidmfqmtkrovsqhiik 



Comments and suggestions to blast-help@ncbLntm.nikeov 



http*7/www.ncbl.ntm.nIh.gov/blast/bl28eQ/b12.html 
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NCB 



I 



Blast 2 Sequences results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2 23 [Apr-24-2002] 

Ma&i2L teliSli^||i| gap opemjii] gap exten sion: gj 
x.dropoff: [so] expect| 10 . 0 j wordsize: Eto M |j||i||f 



Sequence 1 lcllseqj Length 965 5^G> 1 D X, 
Sequence 2 lcl|seqj2 Length 86 p ro6? t 5 < D ^ <» 

N significant similarity was found 



V 



http7/www.ncbl.nJm.nih.gov/ftla3t/bt2s«^*fblast2xQ»? 



' 10-10-2*002 02:33pm From- 



T-887 P. 002/003 F-526 



BLAST 2 SEQUENCES 

is tool produces the alignment of two given sequences using BLAST engine for local alignment, 
le stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site 

Terence: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide 
luences", HEMS Microbiol Lett. 174:247-230 



ogramplastp. ; |-j^|M^['B^SUM»', [^j 



xameters used in BLASTN prog ram only: 

jward for a match:) srq id 2 Penalty for a mismatch:| 

I Use Me ga BLAST Strand option |. ^ot AppHcable : - ; | ^: J 



>en gap [Ti ■ and extension gap fi penalties 

p x_dropoff [io expect [ToTo" word size [3 Eli^Ef V Align j 



quence 1 Enter accession or GI |seq id 2 : or download from file [" 
sequence in FASTA format from: fo to: fo ; 



tfTOGWAXTQDPEPASSATITDPQKANRFHRTLLLTV^ 

CrATESLKNSAELTPSDHPFWGITGGGLQlMVYQDPRENHPGFH^ 

3LKFSQTYTKLNERYAKNNVS SKNYS CQGEMLF S LQEGFLLTXLVGL YSYGDHNCHEF YT 

SE^TSQGTFRSQTMGGAVPPDLPMKPFGSTHII/TA^FLGALGIYSSLSHPTEVGAY 

STKTPLIN^VPIGVKGSFMNATQRPQAWTVEIAYQPVLYRQEPGIATQL 

5PSSRHAMSYKISQQTQPLSWLTLHFQYHGPYSSSTFCNYLNGEIALRP 



quence 2 Enter accession or GI | Probst 6 or download from file [" 
sequence in FASTA format from:fo 



to: 0 



Tgagptaprt ei ik3cntwdyikens lqdp tnkrninpddJclafcvf gz ekpidmfqmtJanvsq 



^lign j ;:; : gi^J^^j 



mmenis and suggestions to blast-help@ncbinlm.nih. gov 



hitp://w>ww.ncbl.nlm.nlh.gov/bla9trt)l26Bq/bl2.html 



10-10-2002 02:33pra From- 

Blast 2 Sequences results 




LAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.4 IAug-26-2002] 



ag& f BEQStJM 62 ; v: S a P open:fIT gap extens ion: \T 
.dropoff: [so" expeccfioTo" wordsi2e: [5~" Filter 5J Align | 



Sequence 1 lcl|seq_l Length 965 

sequence 2 lcl|seq_2 Length 61 
o significant similarity was found 



nnp;//ww W .ncbi.nlm.nln.gov/bla3irt)l25«q/^laflt2.cgl? 
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BLAST 2 SEQUENCES 



This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCB? ftp $ite 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett 174:247-250 



Parameters used in BLASTN prog ram only: 

Reward for a match:[ ~ jPenalty for a mismatch:|~ 



|U Use Mega BLAST Strand option 



Iflfll 



Open gap |n j and extension gap |i j penalties 

gap x_dropoff [50 | expect |io . o; word size |3 I Filter HJ 



Sequence 1 Enter accession or GI |seq id 2 or download from file y 
or sequence in FASTA format from:|o j to: l?„ \ 



LWTWGWAKTQDPEP AS S ATITDPQKANRFHRTLLLTWLPAGYVP S PKHRS PLIANTLWGNM 
LLATESLKNSAELTPSDHPFWG I TGGGLGMMVYQDPRENHPGFHMRS SGYS AGMIAGQTHT 
F S LKFSQTYTKLNERYAKNNVS SKNYSCQGEMLF S t^EGFLLTKLVGLYS YGDHNCHHFYT 
QGENLTSQGTFRSQTMGGAWFDLPMKPFGSTHILTAPFIXSAIXjIYSSLSHFTEVGAYPRS 
F STKTPLINVXVT > IGVTCSFMNATQRPQ AWIVELA^ IWFGS 
GSPSSRHAMSYKISO^TQPLSWLTIjHFQYHGFYSSSTFCNxXNGEIALRF 



Sequence 2 Enter accession or GI [probst 7 or download from file j 
or sequence in FASTA format from:fo ~ jto: 0 



aatscelanqhghlqfplltrslelmllpsqsqshr 



Comments and suggestions to hlast-help@ncbi.nlm.nih.?ov 



http://www.ncbl.nlm.nIh.gov/bla8tfbl28oq/b12.html 
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Blast Result 



NCBI 



Blast 2 Sequenc s r suits 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 

Mattg |PJ0§|M^ir»il gaP open:[iil gap exten sion: |T] 
x_dropoff: [io] expectj 10 . ol wordsize: \T~\ BltSt M \M§m\ 



Sequence 1 lcl|seq_l Length 965 jTO t>b- Z- 

Sequence2 ld|seq_2 Length 36 Prob<j4- Se^ iI>^0' V 
N significant similarity was found 



http-7/www.nebl.nlm.Blh.go»/bl«$t/bK«eqM>bla»t2.e8l? 
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BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLAST engine for local alignment. 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCB1 ftp $jte 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett. 174:247-250 

Program ( 



Parameters used in BLASTN prog ram only: 

Reward for a match:| jPenalty for a mismatch:) j 



gl Use Mega BLAST Strand option f^^^^^^te] 



Open gap |u j and extension gap | i j penalties 

gap xjropoff [50 j expect [l0 . o; word size \T 



Sequence 1 Enter accession or GI |seq id 2: or download from file 
or sequence in FASTA format from:|o 



|to: 



J 



LWTWGWAKTQDPEP AS S AT ITDPQKANRFHRTLLLTWLP AGYVPS PKHRS PLXANTLWGNM 
LUVTESLKNSAELTPSDHPFWGITGGGUSMMVYQDPRE^PGFHMRSSGYSAG 
F SLKFSQTYTKLNERYAKNNVS SKNYSCQGEMLF SLQEGFIJJTKLVGLYS YGDH^ 
QGENLTSQGTFRSQTMGGAVTFDLPMKPFGSTHILTAPFLGALGIYSSLSHFTEVGAYPRS 
F STKTPL IW^VPIGVKG SFMNATQRPQ AWTVELAYQPVLYRQEPG IATQLLASKG IWFGS 
GSPSSRHAMSYKISQQTQPLSWLTLHFQYHGFYSSgTFCNYIiNGEIALRF 



Sequence 2 Enter accession or GI |probst 8; or download from file [ 
or sequence in FASTA format from:fo ~" jto:[o ~ j 



Irhhaslqtnmdisnfpf 



Comments and suggestions to blast-help® ncbLnlm,nih.eov 



http^/www.ncbl.nlm.nlh.Q0v/bla8t/bI28aq/b I2.html 
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NCBI 



Blast 2 Sequenc s results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 



x_dropoff: [ioj expect| 10 . 0 j wordsize: |3~j BltST W j^Bgnjj 



Sequence 1 lcl|se<i_l Length 965 5 <S & >T> K>0 . 
Sequence 2 lcl|seq_2 Length 18 prybs V S& & i © 1*° S & 
N significant similarity was found 



http://www.iwbl.nlm.nlh.gov/blaatfb 12 aeq/wblaat2.csl? 
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BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBj ftp sfre 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett. 174:247-250 



Program 



Parameters used in BLASTN prog ram only: 
Reward for a match:] _ iPenalty for a mismatch:^ 



H Use MsgaJLASI Strand option mBB&Bm 



Open gap | n [ and extension gap |l j penalties 

gapx_drnpoff|50 I expect 1 10.0; word size 1 3 jEilteiB [jggjfj^ 



Sequence 1 Enter accession or GI |seq id 2j or download finom file £ 
or sequence in FASTA format from:[o jto:[o_ j 



"Z^uvtZIsijZuuiwisFTE&n^^ hulm vfttx y*wj* 

LWTWGWAKTQDPEPASSATITDPQKANRFHRTLLLTWLPAGYVPSPKHRSPLIANTLWG^ 

LLATESLKNSAELTPSDHPFWGITGGGIX3MMVYQDPRENHPGFHMRSSGYSA 

FSLKF SQTYTKLNERYAKNNVS SKNYSCO^EMLF SLQEGFLLTKLVGLYSYGDHNCHHFYT 

O^ENLTSO/STFT^O/mGGAVTFDLPMKPFGSTHILTAPFIiGALG 

FSTKTPLINVLVPIGVKGSFMNATQRPQAWIVELA^ 

GSPSSRHAMSYKISO^TQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF 



Sequence 2 Enter accession or GI |probst 4 or download from file f 
or sequence in FASTA format from: 0 



ito: 



lalwn 



Comments and suggestions to blast'help@n cblnlm.nih.%ov 



http://www.ncbl.nlm.nlh.gov/bta8t/bl2aoq/bl2.html 
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Blast Result 



Blast 2 Sequences r suits 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 23.3 [Apr-24-2002] 

M*bBSS9B open:[lij gap wtenaonjj 
xjdropoff: Qsoj expectf loTol wordsize: Eller M ffijSgill 



Sequence 1 lcl|seq_l Length 965 S<? G> » D <\i Ov Z- 
Sequence2 lcl|seq_2 Length 5 Pr^^ S«? CX • O C 4 1 
No significant similarity was found 



http://www.ncbl .nlm.nlh.gov/bl»,t/bBie<iMW»»t2-cgl? 
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Blast 2 Sequences - pa S e: 1 



BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLASE engine for loc ^ J ^ ] F^ n }' 

The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from HCBIfipate . CAfl „^ M n 

SfiferejififilTatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett 174:247-250 



Parameters used in BLASTN prog ram only: 

Reward for a match:) jPenalty for a mismatch:[] 



H Use Mega BLAST Strand option jgojggpiegj 



Open gap |ii j and extension gap |l f penalties 

g ap ic rimpoff [so j expect [io . 0J word size [3 i Efljer. 0 [B^jgj 



Sequence 1 Enter accession or GI |seq id 2 or download from file £ 
or sequence in FASTA format from:|o^ :„ j to: [?Z 



LWTWGWAKTQDPEP AS SATITDPQKANRFHRTLLLTWLP AGYVPS PKHRS PLIANTLWGNM 
LLATESLKNS AELTPSDHPFWG ITGGGLGMMVYQDPRENHPGFHMRS SG YSAGMIAGQTHT 
FSLKFSQTYTKLNERYAKNNVSSKNYSCQGF^ 
QGENLTSQGTFRSQTMGGAWFDLPMKPFGSTHILT^^ 

F STKT PL INVLVP I GVKG SFMNATQRPQ AWTVELA YQ PVL YRQE PG IATQLLASKG IWFG S 
GSPSSRHAMSYKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF 



Sequence 2 Enter accession or GI Jprobstio or download from file | 
or sequence in FASTA format from:|o ;to: 



ccyrvnhnhid 



Comments and suggestions to blast-helD@ncbunlm.nih.f>ov 



http^/www.ncbl.ntm.nlh.gov/blast/bl2eeq/bl2.html 



Tuesday, July 16, 2002 



Blast Result 
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% NCBI 



Blast 2 Sequences results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 

8^ oparfu} gaP exten sion: 
x_dropoff: |soj expect JloTol wordsize: Bltg B [j|£tj@SJ| 



Sequence 1 lcl|seq_l Length 965 S^O i D f*~Ol "Ls 

Sequence2 lcl|seq_2 Length 11 fVo V ^ 1 ° * ° I l6 

No significant similarity was found 



http://www.nebLnlmjito.gov/WMt/beMq/wblMt2.eglT 
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Blast 2 Sequences 



Page: 1 



BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (b!2seq) can be retrieved from NCBI ftp site 

Reference; Tatiana A. Tatasova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett. 174:247-250 



Program [ 



Parameters used in BLASTN prog ram only: 

Reward for a match:[" ~~ ]Penalty for a mismatch:[ 

H Use Mega BLAST Strand option 



Open gap 111 j and extension gap [l^ J penalties 



gap x dropoff | so I expect lO.Oj word size J7^~] Biter Ef fg 



Sequence 1 Enter accession or GI |seq id 2 or download from file ^~ 
or sequence in FASTA format from:[cT — 



ito: 



uau v Li j. vu x uw b f x tari'uurnAiiS ay fnt»s x s Jiasuwy ukz> uunur sujjM v fti x KaWjfJ 
LWTOGWAKTQDPEPASSATITDPQKANRFHRTLLLTWLPAGYVPSPKHRSPLIANTLWGNM 
LIATESLKNSAELTPSDHPFWGITGGG^ 

F SIJCFSQTYTKLNERYAKNNVS SKNYSCQGEMLF SLQEGFLLTKLVGLYS YGDHNCHHFYT 
QGENLTSQGTFRSQTMGGAVFFDLPMKPFGSTHILTAPFIX1AI/3IYSSLSHFTEVGAYPRS 
FSTKTPLINVLVPI GVKG S FWNATQRPQ AWTVELAYQPVL YRQEPG IATQLLASKG IWFGS 
GSPSSRHAMSYKISQQTQPLSWLTLHFQYHGFYSSSTFCNYLNGEIALRF 



Sequence 2 Enter accession or GI [probsti> or download from file [~ 
or sequence in FASTA format from:[o ™ |to: 



vdvivids vaal vpkselege igdvhvg lqannmsq 



Comments and suggestions to blast-help® ncbinlmMih.?ov 



http://www.ncbl.nlm.nlh.gov/bla8t/bl2Beq/bt2.html 
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Blast Result 



Page: 1 



<"5 NCBI 



Blast 2 Sequenc s r suits 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 



y^ msssmsmm ^[^i extension: E 



x_dropoff: [so] expect fioTo] woidsize: [T1 Elier 0 |i^BgSj| 



Sequence 1 Icllseq_l Length 965 S ID f^V 

Sequence 2 lcl|seq_2 Length 36 Pftfb-* V- 5 Cf <3 » O <* 6; \l 
No significant similarity was found 



/ 



http7/www.ncbl.nlm.nIh.gov/bla8t/bt2seq/wblast2.cgl? 
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Blast 2 Sequences 
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BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (b!2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences , 
FEMS Microbiol Lett 174:247-250 



Parameters used in BLASTN prog ram only: 

Reward for a match:[ ~ jPenalty for a mismatch:] 

M Use Mega BLAST Strand option jfflBBBWHMBB 



Open gap |u 1 and extension gap | i j penalties 

gap x.dropoff |50 j expect |io . O ; word size |3 [ Efltei 0 [jjpgj 



Sequence 1 Enter accession or GI |seq id 2\ or download from file [ 



or sequence in FASTA format from:|o .J to: l?. 



lwtwgwaktqdpep ass atitdpqkanrfhrtliatwlpagyvtspkhrs pliantlwgnm 

liatesi^saeltpsdhpfwgitgggixsmmvyqdprenhpg 

fslkfsqtytklneryaknnvs sknyscqgemlf slqegflltklvglysygdhnchhfyt 

qge^tsqgtfrsqtmggawfdlpmkpfgsthiltapflgalgiysslshftevgayprs 

fstktplinvxvt>igvtcsfmnatqrpqawt^ 

gspssrhamsykisqqtqplsv^tlhfqyhgfysss'tfqti*lngeialiif 









Sequence 2 Enter accession or GI |probsti2 or download from file f 



or sequence in FASTA format from:|o j to: [o 



mpriigidipakkklkisltiygigpalskeiiarlqlnpearaaglteeevgrlnallqs 
dywegdlrrrvqsdikrlitihayrgqrhrlslpvrgqrtktnsrtrkgkrktiagWdc 









fAEeni f iOear lhputl 



Comments and suggestions to blast'kelD@ ncbLnlm.nih.cov 



http^www.ncbl.nlm.nIh.Qov/bIast/bl2seq/bl2.html 
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% NCBl 



Blast 2 Sequences r suits 



BLAST 2 SEQUENCES RESULTS VERSION BLAST? 23,3 [Apr-24-2002] 



Matrix m^mS^Sm ^ °P^m gapexten sion:^] 
x_dropoff: [sol expect 1 1 0 . 0 j wordsize: [Tl Ettei 0 



Sequence 1 lcl|seq,J Length 965 S ^ G> 1 T> 'f* & I 

Sequence2 lcl|seq_2 Length 121 p f cA>5 V- S€ CI ' P f 1 °J 1 
No significant similarity was found 



http^/www. ncbLntm.nih.gov/bla8t/bl25oq/wbia9t2.cgf? 



Tuesday. July 16. 2002 



Blast 2 Sequences 
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BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett 174:247-250 



Parameters used in BLASTN prog ram only: 

Reward for "a match:| ~ 'Penalty for a mismatch:^ 



H Use Mega BLAST Strand option fjMWWBMWii 



Open gap |n j and extension gap [l { penalties 

gap x dropoff 1 50 j expect 1 10 . 0; word size 1 3 ; Filter 1^ jpHgri; } 



Sequence 1 Enter accession or GI [seq id 2 or download from file £ 
r sequence in FASTA format from:|o ]to:[o j 



LWTWGWAKTQDPEPASSATITDPQKANRFHRTLLLTWLPAGYVPSPKHRSPLIANTLW 

LIATESLKNSAELTPSDHPF>/GITGGGrX3MMVYQDPRENHPGFHMRSSGY^ 

FSIJCFSQTy/TKLNERYAKNNVSSKNYSCQGEMLFSI^ 

QGENLTSQGTFRSQ'rMGGAVFFDLPMKPFGSTHI LTAPFLGALG I YS SLSHFTEVGAYPRS 
FSTKTPLINVIOTIGVKGSFMNATQRPQAWTVELAY 

GS PS SRHAMS YKI S QQTQPLSWI/TLHFQ YHGFYS S STFCNYLNGEI ALRF 



Sequence 2 Enter accession or GI |probst13 or download from file | 
or sequenced FASTA format from: o :to:[o ~ j 



rptnkrninpddklakvfgt 



Comments and suggestions to blast-help@ncbi.nlm.nih.%ov 



http://www.ncbl.nlm.nlh.gov/bla8t/bl2seq/bt2.html 
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Blast Result 
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% NCBI 



Blast 2 Sequences r suits 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 223 [Apr-24-2002] 



Matrix t 



^Slrll S 2 ^ open: jllj gap extension: [lj 



xjdropoff: [so] expect [10T0I wordsize: [Tj Filter © fg§gg§3 



Sequence 1 lcl|seqj Length 965 5& Ql 1 t>. AJd»l-, 

Sequence 2 lcl|seq_2 Length 20 pf^bs^ S £T<3) f D 0 ! .13 
No significant similarity was found 



http://www.ncbt.nlm. nlh.oov/btaslrt)l2se<Vwbla3t2.cgi? 
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Blast 2 Sequences 
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BLAST 2 SEQUENCES 

This tool produces the alignment of two given sequences using BLAST engine for local alignment 
The stand-alone executable for blasting two sequences (bl2seq) can be retrieved from NCBI ftp site 

Reference: Tatiana A. Tatusova, Thomas L. Madden (1999), "Blast 2 sequences - a new tool for comparing protein and nucleotide sequences", 
FEMS Microbiol Lett. 174:247-250 



Parameters used in BLASTN prog ram only: 

Reward for a match: [ {Penalty for a mismatch:]" 



m UseMsgaBLASI Strand option |BBmm«BgSl 



Open gap |i i j and extension gap |i [ penalties 

gap x_dropoff [so | expect jio . o; word size |3 \ Filter 0 [^Mgrijl 



Sequence 1 Enter accession or GI [seq id 2 or download from file 
or sequence in FASTA format from:|o jto: 



LWTWGWAKTQDPEP AS S AT I TDPQKANRFHRTLLLTWLPAGYVPS PKHRS PLIANTLWGNM 
LLATESLKNSAELTP SDHPFWGI TGGGLGM^fVYQD PRENHPGFHHRS SG YS AGMI AGQTHT 
F SIJCFSQTYTKLOTRYAKNNVS SKNYS CQGEMLF S LQEGFLLTKLVGL YS YGDHNCHHFYT 
QGE^TSQGTFRSQTMGGAVFFDLPMKPFGSTHILTAPFLGAIXSIYSSLSHFTEVGAYPRS 
F STKT P L INVL VP I GVKG S FMNATQR PQ AWTVELA YQ PVL YRQE PG I ATQ LLASKG IWFG S 
GSPSSRHAMSYKISQQTQPLSWLTLHFQYHGFYSSSTFCNYIiNGEIALRF 



Sequence 2 Enter accession or GI |probsti4 or download from file j 
or sequence in FASTA format from: 



ito: 



ddklakvfgtekpidmfqmt 



Comments and suggestions to blast-help@ncblnlm.nih.% ov 



hUpi/www.ncbl.ntm.nih.flov/bl*5tA3i2seq/bl2.html 
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Blast Result 
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NCB! 



Blast 2 S qu nces results 



BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2 23 [Apr-24-2002] 



Matrix BSBSBHBWegl WP °P en: m &*P exten sion^ 
x_dropoff: [so] expect[io_.o! woidsize: [Ij Filter Hf 



Sequence 1 Icl|seq_l Length 965 »V> AjC; ^ 

Sequence 2 lcl|se<L_2 Length 20 pfc>k<sV SB Q »D /V> O ; 1 1{ 
No significant similarity was found 



http7/www.ncbl.nlm.nlh.oov/blast/bt2seQ/wbla8t2.cgl? 



